Wild crop relatives are an important source of genetic diversity for crop improvement.
46
suggest that the low levels of genetic structure found in these populations are likely the
47

Introduction
Introgression from cultivated rice into wild or weedy rice species has been documented in 
130
The aim of this study is to describe the distribution of genetic diversity within and 
Methods
140
Study Species
141
Oryza glumaepatula L. is a wild rice species distributed throughout Central, South sector of the Guanacaste Conservation Area in the Guanacaste Province (Figure 1 ).
159
During the rainy season this area is flooded allowing the growth of O. glumaepatula 160 forming a small population with a few individuals (n < 100) in an area of less than 1 Ha.
161
The second site is located in the Medio Queso wetland (MQ) in northeastern Costa Rica
162
(11º01'34.1" N / 84º40'42.8" W) (Figure 1 ). This site is a palustrine wetland of 5000 ha,
163
irrigated by the Medio Queso River (Jimenez, 2004 ). This wetland is about 10-20 km in 164 length with abundant gramineous vegetation throughout, and some tree species (e.g.,
165
Pachira aquatic). Along riverbanks farms with livestock production, maize, beans and 
172
Sampling
173
Guanacaste population has less than a 100 O. glumaepatula individuals located in a few 174 separated patches along a marsh. Therefore, we were only able to collect 30 individuals. 
218
CTG, E-AG/M-CAT, E-AA/M-CTC and E-TT/CAC were chosen for this study.
219
AFLPs band analysis: Amplified fragments were sized on an ABI 3100 sequencer and 220 band scoring was conducted using GeneMarker v 9.1 software. Only AFLP peaks 221 between 150 and 500 bp were considered. The same individual was scored at least three times, to determine false positives. We only kept bands that had a consistent intensity
223
(intensity higher than 500) that were reproducible and were separated by at least 2 bp 
238
Genetic structure and inbreeding coefficients were also estimated using the program glumaepatula populations in MQ and in Guanacaste. A second data set included all O.
256
glumaepatula populations and a sample of 10 O. sativa individuals. This second data set 257 allowed us to determine genetic structure among cultivated and wild species.
258
Genetic structure was also estimated using Bayesian clustering algorithms 
